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ABSTRACT
Enhanced radiosensitivity at low doses of ionizing radiation (IR) (0.2 to 0.6 Gy) 
has been reported in several cell lines. This phenomenon, known as low doses hyper-
radiosensitivity (LDHRS), appears as an opportunity to decrease toxicity of radiotherapy 
and to enhance the effects of chemotherapy. However, the effect of low single doses 
IR on cell death is subtle and the mechanism underlying LDHRS has not been clearly 
explained, limiting the utility of LDHRS for clinical applications. To understand the 
mechanisms responsible for cell death induced by low-dose IR, LDHRS was evaluated 
in DLD-1 human colorectal cancer cells and the expression of 80 microRNAs (miRNAs) 
was assessed by qPCR array. Our results show that DLD-1 cells display an early DNA 
damage response and apoptotic cell death when exposed to 0.6 Gy. miRNA expression 
profiling identified 3 over-expressed (miR-205-3p, miR-1 and miR-133b) and 2 down-
regulated miRNAs (miR-122-5p, and miR-134-5p) upon exposure to 0.6 Gy. This miRNA 
profile differed from the one in cells exposed to high-dose IR (12 Gy), supporting a 
distinct low-dose radiation-induced cell death mechanism. Expression of a mimetic miR-
205-3p, the most overexpressed miRNA in cells exposed to 0.6 Gy, induced apoptotic 
cell death and, more importantly, increased LDHRS in DLD-1 cells. Thus, we propose 
miR-205-3p as a potential radiosensitizer to low-dose IR.
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INTRODUCTION
Radiotherapy (RT) is the standard treatment for most 
cancers, including colorectal cancer (CRC). It has been 
estimated that 60% of patients with solid cancers have 
received or will receive RT at least once at some point 
during their disease, and for 15% of these patients RT is 
the only treatment that will receive [1, 2]. Conventional 
RT protocols for a localized solid tumor include the 
administration of high-dose (60–70 Gy) ionizing radiation 
(IR), delivered in about 30 to 35 doses (2 Gy per day). 
These protocols are very effective, but are not free of 
toxicity and secondary side effects [3, 4–7]. 
The linear-quadratric (LQ) model has been 
widely used to predict the effects on cell survival after 
the exposure to IR. This model is generally used for 
calculating the effect of doses in a RT treatment. The 
curvilinear approach of LQ model show a correlation 
between cell death and IR at doses ≥ 2 Gy [1–4], assuming 
little or even no effect at lower doses (≤ 1 Gy) [8–11]. 
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However, an increase in cell death has been observed in 
a tight range of low doses (0.2 to 0.6 Gy [12, 13]). This 
phenomenon, known as low doses hyper-radiosensitivity 
(LDHRS), is followed by an increase in radioresistance 
at dose closer to 1 Gy [9, 14–17]. LDHRS has been 
observed in ~75% of the 50 cell lines tested in vitro to 
date including, for example colorectal (HT29 and RKO) 
[18, 19], bladder (RT112) [20], lung (A549) [21], 
melanoma (MeWo) [22] among others. In addition, 
LDHRS has been also shown in Multicellular tumor 
spheroids (MCTSs) built up with breast cancer cells 
[17] and also in non-tumor cells such as fibroblast, 
keratinocytes and lung epithelial cells [23]. This LDHRS 
phenomenon appears as an opportunity to decrease the IR 
doses used in RT [9, 11, 15, 24–26], decreasing toxicity 
and side effects of conventional therapy. In addition, it was 
reported that serum from 0.3–0.03 Gy irradiated DBA/2 
mice allowed an increased radioresistance and viability 
of non-irradiated breast and glioblastoma cell lines [27], 
which suggested that exposure to low doses IR would also 
diminish bystander effect of RT.
Even though LDHRS is very efficient in killing cells 
per dose unit, [1, 21, 25, 28] the total cytotoxic effects 
gained with such low doses are not enough to achieve 
therapeutic effect in a single low-dose fraction. However, 
its benefit has been successfully exploited by using Low 
Doses Fractionated Radiotherapy (LDFRT). In this sense, 
spreading the total dose into short, low-dose pulses has 
been shown to effectively limit the undesirable tissue 
toxicity as well as to reduce complications [29–31].
Nevertheless, when radiation is used alone as 
LDFRT, complications are minimized, but the final 
clinical outcome is not necessarily improved. Importantly, 
preclinical as well as clinical studies have reported that 
using LDFRT in a chemo-radiotherapy regimen enhances 
the effect of chemotherapy, achieving maximum tumor 
cell killing with significantly reduced toxicity [1, 31–33].
Thus, pulsed low dose fractionated radiation has 
been validated in pre-clinical and clinical studies, although 
the molecular basis of reduced necrosis and preserved 
normal tissue integrity has remained unclear [29]. Given 
that low-dose IR causes DNA damage [34], LDHRS has 
been associated with a DNA damage response. However, 
it has been reported that damaged DNA in fibroblasts is 
repaired before 24 hours [35], thus the exact mechanism 
inducing LDHRS remains unknown. Understanding 
the molecular mechanism behind LDHRS would give 
an opportunity to potentiate its beneficial effects either 
standing alone or in radio-chemotherapy regimens. This 
could be achieved through biological strategies to further 
enhance the effectiveness and efficiency of RT or by 
identifying tumor biomarkers that could allow a more 
precise selection of the better regime for each individual 
patient [36].
Considering the complexity of the cellular response 
to IR, it is reasonable to hypothesize that one type of 
molecules that could be involved in the mechanism of 
LDRHS were microRNAs (miRNAs or miRs), given 
their broad effect on gene expression. These are a class 
of non-coding, endogenous, short (~22 nucleotides) and 
single-stranded RNAs that act at the post-transcriptional 
level as regulators of gene expression. They bind to the 
untranslated region of mRNA targets, inducing either their 
degradation or translational repression [37, 38]. Because 
of its role in the regulation of gene expression, miRNAs 
play a key role in different cellular processes. Several 
studies have evaluated the impact of high-dose IR on 
miRNA expression, with little attention paid to the effects 
of low doses. For instance, it has been reported that human 
colonic epithelial cells modulate miRNA expression 
in response to high-dose IR (> 2 Gy) [39]. In addition, 
transfection with mimetic miRNAs, such as miR-31-5p 
[40], miR-100 [41], miR-630 [42] and miR-124 [43], or 
inhibition of miR-622 [44] and miR-221 [45], resulted in 
an increase of radiosensitivity at high- dose IR (4 Gy) in 
several CRC cell lines. 
Changes in miRNA profiles after exposure to low-
dose radiation have also been reported [46–50]. However, 
modulation of miRNA expression and its effects on 
radiosensitivity in a LDRHS context has not been 
completely explored. In this study, we evaluated LDHRS 
and analyzed the expression of a panel of 80 miRNAs, 
all related to cell proliferation or cell death, in DLD-1 
human colorectal cancer cells exposed to 0.6 and 12 Gy. 
Our results show that five miRNAs (3 up-regulated and 2 
down-regulated) are differentially expressed in low-dose 
irradiated DLD-1 cells. Moreover, overexpression of one 
of them, miR-205-3p, induced cell death and increased 
radiosensitivity to low-doses in DLD-1 cells. 
RESULTS
DLD-1 colorectal cancer cells show LDHRS at 
0.6 Gy
To assess whether DLD-1 colorectal cancer cells 
displayed LDHRS, first they were irradiated with low 
(0.3 and 0.6 Gy) or high radiation doses (1, 6 and 12 
Gy) and viability was evaluated by MTS at 24, 48 and 
72 h after IR. At 48 h post IR, a significant reduction 
in viability was detected in cells exposed to 0.6 Gy and 
12 Gy compared to control cells (0 Gy) (Figure 1A). 
As comparison and as previously reported, HT-29 cells 
were irradiated using the same doses, which showed 
a slight decrease in viability (~10%) at 0.3–0.6 Gy 
(Supplementary Figure 2) [15, 18, 51].
A decrease in DLD-1 viability upon IR was 
confirmed by trypan blue exclusion assay. In cells exposed 
to 0.6 Gy the most significant increase in cell death was 
observed 48 h after IR, supporting previous results (Figure 
1B). At this time point, cells exposed to 0.6 Gy displayed 
higher sensitivity than cells exposed to 1 Gy (Figure 1B). 
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To confirm radiosensitivity in DLD-1 cells, a clonogenic 
assay was performed. As expected, high doses of IR 
elicited an important cell death but, more importantly, cells 
exhibited a decrease in survival at 0.3 and 0.6 Gy along 
with an increase in radioresistence at 1 Gy (Figure 1C), 
suggesting that LDHRS occurred [9, 13, 14]. In order to 
confirm LDHRS in these cells, data from clonogenic assay 
was mathematically modeled using the linear-quadratic 
[8, 52] and induced-repair models [10, 21, 31] (Figure 1C). 
Determination coefficients, R2, showed a better fitted curve 
when the induced-repair model was used. Furthermore, 
initial slope derived from induced-repair model (as) was 
greater than initial slope value (ar) extrapolated from 
linear-quadratic model (as/ar = 3.4). All this data confirm 
the occurrence of LDHRS in these cells.
To assess whether low-dose IR-induced cell death 
was a result of apoptosis, we evaluated caspase 3/7 
activation in IR cells. Our results showed that 0.6 Gy 
induced a significant increase in caspase 3/7 activity at 
48 and 72 h after IR (Figure 2A). Likewise, an increase in 
DNA fragmentation was also evidenced by an enrichment 
of the SubG1 cell population (Figure 2B). Importantly, no 
cytotoxicity (evaluated by protease release) was found in 
cells exposed to 0.6 Gy (Figure 2C). Unlike 0.6 Gy, higher 
doses (12 Gy) triggered both apoptotic and necrotic cell 
death (Figure 2). 
An early DNA damage response is elicited at 0.6 Gy
In order to confirm previous data showing DNA 
damage response in other cell models exposed to low 
doses IR [53, 54] phosphorylation of H2AX histone 
(γ-H2AX) -a DSB surrogate marker- was analyzed. 
In cells exposed to 0.6 Gy, γ-H2AX nuclear foci were 
detected 30 min after IR and the number of foci becomes 
to decrease 3 h after IR (Figure 3A and 3B). Thus, 6 h 
Figure 1: Low doses of IR reduce viability of DLD-1 cells. (A) Viability of DLD-1 cells determined by MTS assay at different 
times and different doses of irradiation. Results are expressed as a percentage of control at each time point. (B) Cell death was evaluated 
with trypan blue dye exclusion assay. Data from clonogenic assay was modeled using (C) lineal-quadratic (LQ) model and induced-repair 
(IR) model. In A and B, results are expressed relative to control. Means ± S.D. of at least 3 independent experiments are shown. *P < 0.05; 
**P < 0.01; ***P < 0.001, two-way ANOVA.
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after IR, no significant differences between irradiated and 
control cells (0 Gy) were observed (Figure 3A and 3B). 
These results were confirmed by a western blot assay of 
γ-H2AX at same times (Figure 3C). On the other hand, 
in cells exposed to 12 Gy, elevated γ-H2AX levels and 
nuclear foci were still persistent 48 h after IR (Figure 3). 
Along with γ-H2AX foci formation, early but slight 
increase in Ser15-phosphorylation of P53 (Figure 4A), 
phospho-CHK1 (Figure 4B) and phospho-CHK2 were 
also observed (Figure 4C), indicating the activation of a 
DNA damage response.
High and low IR doses induce differential 
microRNA expression
In order to study whether miRNAs could be 
involved in the mechanism of LDHRS, cells were IR 
with 0.6 and 12 Gy and, 48 h later, qPCR array was 
performed to evaluate the expression of a subset of 
86 miRNAs (80 associated with proliferation and 
apoptosis; and 6 housekeeping genes) (Supplementary 
Table 1). When compared to the control group, five 
differentially expressed miRNAs (adjusted P < 0.05) 
were identified in cells IR with 0.6 Gy, of which three 
were augmented (miR-205-3p, miR-1 and miR-133b) 
and two diminished (miR-122-5p and miR-134-5p) 
(Figure 5A and Table 1). On the other hand, only 
4 miRNAs were differentially incremented (miR-
512-5p, miR-218-5p, miR-449a and miR-1) with no 
differentially decreased miRNAs in cells exposed to 
12 Gy (Figure 5B and Table 2). Interestingly, only one 
miRNA (miR-1) was deregulated to both radiation doses 
(0.6 and 12 Gy), indicating that most of miRNAs levels 
studied are IR dose-dependent (Figure 5C). 
In order to validate our findings, RT-qPCR were 
carried out to assess the level of mRNA targets of the most 
differentially regulated miRNAs: VEGF-A for miR-205-3p 
(predicted with miRbase and TargetScan 7.1) (Figure 6A), 
PKCε for miR-1 [55] (Figure 6B), MMP9 for miR-133b [56] 
(Figure 6C) and NOD2 [57] (Figure 6D) for miR-122-5p. 
As expected, targets of the most augmented miRNAs at 0.6 
Gy showed reduced mRNA levels (Figure 6A–6C), while 
Figure 2: Low doses of IR increase apoptosis in DLD-1 cells. (A) Caspase 3/7 activity was evaluated using a luminescence 
assay. (B) SubG1 population was evaluated by flow cytometry. (C) Citotoxicity was evaluated by release of intracellular proteases using 
a fluorometric kit detection. Results are expressed relative to control. Means ± S.D. of at least 3 independent experiments are shown. 
*P < 0.05; **P < 0.01; ***P < 0.001, two-way ANOVA.
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Figure 3: IR-induced DSB in DLD-1 cells. (A) Evaluation of double strand break (DSBs) by immunofluorescence staining for 
γ-H2AX 48 h after irradiation. Nuclei were stained with DAPI. (B) γ-H2AX foci (Green) were quantified and normalized to the number of 
nuclei (Red). Cells were counted in 5 different fields and at least 100 cells were evaluated per sample. (C) A representative blot of γ-H2AX 
expression is shown along with a graph of the densitometry assay of the signal. The γ-H2AX signal was normalized to β-actin (loading 
control). Data represent the means ± S.D. of at least 3 independent experiments. *P < 0.05, ***P < 0.001, Two-way ANOVA.
the miR-122-5p target, NOD2, showed an increased mRNA 
level (Figure 6D). On the contrary, high doses of 12 Gy IR 
only showed impact on MMP9 mRNA levels (Figure 6C), 
with no effect on the expression of the other targets analyzed.
Altogether, our data shows that DLD-1 cells display 
LDHRS, which is associated with differential miRNA and 
targets profiles. 
MiR-205-3p overexpression increases LDHRS.
To evaluate whether the most augmented miRNA 
in response to 0.6 Gy (miR-205-3p) had an effect on 
radiosensitivity at low doses, DLD-1 cells were transfected 
with a miR-205-3p mimic. A MTS assay showed that 
overexpression of miR-205-3p reduced viability in both 
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absence of IR and doses IR of 0.6 and 12 Gy. Transfection 
of an anti-miR-205-3p (inhibitor) had no effect on viability 
(Figure 7A). To evaluate the effect of the mimetic miR-205-
3p on proliferation, a mitosis specific marker (Phospho-
histone H3) was used. Interestingly, overexpression of 
miR-205-3p significantly reduced proliferation only in 
the absence of IR (Figure 7B). However, the mimetic 
miR had no effect on cell cycle distribution either in the 
control or in the IR cells (Supplementary Figure 1). On 
the other hand, when the effect of the mimetic miR on cell 
death was evaluated, a significant but distinct response 
was observed in IR cells with 0.6 and 12 Gy. At 48 h after 
IR, cell death increased only in cells exposed to 0.6 Gy 
(Figure 7C). When the effect of the mimetic miR was 
evaluated on apoptosis by assessing the sub-G1 population, 
a significant increase in cell death was observed in cells 
exposed to 0.6 Gy as early as 24 h after IR (Figure 7D). In 
addition, the radiosensititizer effect of mimetic miR at 12 
Gy was evident only at later time points (72 h) (Figure 7D). 
Interestingly, with 12 Gy, mimetic miR-205-3p induced 
formation of multi- and micronucleated cells, features 
associated with mitotic catastrophe (Figure 7E and 7F). 
This effect was not seen in cells exposed to 0.6 Gy (data 
not shown).
In order to confirm the effect of miR-205-3p on 
LDHRS, DLD-1 cells were transfected with the mimetic 
miR or control (Mock), and then exposed to different 
doses of IR and a colony formation assay was performed 
Consistent with the previous results, miR-205-3p 
overexpression increased radiosensitivity in about 23% 
of cells exposed to 0.6 Gy compared to mock-transfected 
cells (Figure 8). Importantly, transfection with miR-205-
3p significantly increased DLD1-1 radiosensitivity only 
at low-doses range (0–1 Gy), confirming the effect on 
LDHRS. The radiosensitizer effect of miR-205-3p was 
also evaluated in other cell lines, with distinct results. 
In HT29 colon cancer cells, miR-205-3p increased 
radiosensitivity at doses above 1 Gy, while in MCF7 
and MCF10A breast cancer cells, miR-205-3p had no 
effect on radiosensitivity at any of the analyzed doses 
(Supplementary Figure 2). 
DISCUSSION
For some time, radiotherapy (RT) has been one of 
the most often used techniques in cancer treatment. In 
fact, it is estimated that 60% of patients with solid cancers 
have received or will receive RT at least once during the 
Figure 4: Low doses of radiation activate DNA damage repair proteins. (A) Phosphorylation of P53 (ser 15, Figure 3, A), 
pCHK1 (B) and pCHK2 (C) at different times after 0.6 Gy of radiation, was evaluated by western blot. Signals of pP53, pChk1 and 
pChk2 were normalized by their respective total proteins. Data represent means ± S.D. of at least 3 independent experiments. *P < 0.05, 
***P < 0.001, Two-way ANOVA shown as fold changes relative to control.
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course of their illness, and for 15% of these patients, RT 
is the only treatment that they will receive [1]. In the 
United States, about 490,000 patients received RT in 2015, 
and this demand will increase by ~20% in 2025 [58]. 
Different devices for radiation delivery are currently used 
in clinical and RT protocols. These are based on exposing 
the tumor area to very high doses of radiation in order to 
induce tumor cell death. However, detrimental effects on 
surrounding normal tissue and several side effects have 
been reported [5, 6, 59]. 
In this context, LDHRS could be a possible way to 
induce cell death using lower doses than those currently 
used in RT [25]. In fact, our results show that DLD-
1colorectal cancer cells exposed to 0.6 Gy elicit a death 
response. Even when all the doses that were tested elicited 
a cell death response (Figure 1B), 1 Gy had a lower effect 
than 0.6 Gy, which is in accordance with the LDHRS 
phenomenon [9, 14, 60]. Moreover, survival results at low 
dose fitted to the induced repair model and not to the LQ 
one, confirming the LDRHS in these cells [14, 61].
Martin et al. noted that ~75% of the 50 cell lines 
tested in vitro (non-tumor and tumor cells) are LDHRS 
positive, including malignant cells of colorectal, glioma, 
breast, prostate, melanoma, bladder, cervix, lung, oral, 
head and neck cancers. However, LDHRS has not been 
explored in DLD-1 cells before [9]. To support our 
analysis, HT-29 cells, previously reported as LDHRS 
positive at doses of <0.5 Gy [15, 18, 51], were irradiated 
and 0.3 Gy was found to cause a slight decrease in 
viability (~10%, Supplementary Figure 2).
Apoptosis and necrosis are the most common forms 
of cell death induced by IR, however, the relationship 
between the dose and a specific type of cell death is still 
under active investigation [62, 63]. In our model, low 
doses of 0.6 Gy induced an apoptotic cell death with 
caspase 3/7 activation. However, although high doses of 
Figure 5: IR-induced miRNA expression profile in colorectal cancer cells. Volcanoplot of miRNA expression profile obtained 
from a PCR array of DLD-1 cells, 48 h after exposure to (A) 0.6 Gy and (B) 12 Gy compared to non-irradiated cells (control). Overexpressed 
miRNAs (Fold Change ≥2×, red spot) and underexpressed (Fold change ≤2, green spot) with adjusted P < 0.05 are labeled. (C) Venn 
diagram comparing differentially expressed miRNAs in DLD-1 cells irradiated with 0.6 and 12 Gy.
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12 Gy also induced an activation of these caspases, an 
important necrotic death component was evidenced 48 h 
after irradiation. Given that necrotic cell death involves an 
inflammatory response, frequently reported as an adverse 
effect of RT [5, 6, 64], the use of radiation protocols that 
trigger apoptotic cell death (without inflammation) are 
essential to improve the tumor’s regression.
It has been suggested that one possible mechanism 
underlying the LDHRS phenomenon is related to the 
presence of DNA damage [26, 65], specifically double 
strand breaks (DSB), as described for high doses of 
ionizing radiation [66, 67]. In our hands, DLD-1 cells 
exposed to 0.6 Gy showed a significant increase in 
γ-H2AX foci from 30 min up to 3 h, which also correlated 
with an increase in some DNA damage response proteins, 
including pP53, pCHK1 and pCHK2. However, γ-H2AX 
levels decreased and become similar to control groups 
6 h after irradiation (Figure 3A and 3B). On the contrary, 
γ-H2AX levels were higher and sustained in cells exposed 
to 12 Gy (Figure 3A and 3B). These results suggest that 
either DNA damage induced by 0.6 Gy is early repaired or 
that those cells containing DNA damaged were eliminated. 
Other studies have shown that both human fibroblast [35] 
and fibrosarcoma cells [34] display a lineal increase in 
γ-H2AX foci formation after 0.002 Gy IR. Nevertheless, 
foci disappear after 8 h in both cell lines. Even in DLD-
1 cells exposed to low doses of pulsed X-rays, an early 
increase in DSB had been reported (30 min), however after 
2 h, levels of γ-H2AX foci become similar to unirradiated 
control [68]. Our findings, according to these reports, 
support the idea that nuclear DNA damage induced by 
low IR doses is indeed repaired. A plausible explication 
for cell death observed even when DNA damage has 
been repaired; rely on the indirect effect of ionizing 
radiation on free radical formation and mitochondrial 
damage. As mitochondrial DNA lacks histones, it is more 
susceptible to oxidative and radiation-induced damage, 
that culminate in impaired membrane potential [69, 70]. 
Indeed, in hippocampal neurons and fibroblast-like cells, 
low-doses of radiation altered mitochondrial dynamics 
through upregulation of fission protein dynamin-related 
protein 1 (Drp1) [71, 72], a protein related with increase 
of apoptosis [73]. 
On the other hand, in cells exposed to 12 Gy, 
γ-H2AX levels and foci were still increased at 48 h after 
IR, suggesting a distinct IR-induced cell death mechanism 
for low-dose ranges. 
Several studies have evaluated the change in 
expression of miRNAs at high doses of radiation in 
colon-derived [39] and other cell lines [48, 74–76], but 
little information is available about changes in miRNA 
expression in response to low-dose IR. The evaluation 
of miRNA expression requires the use of an adequate 
housekeeping control gene. This implies a reproducible, 
reliable and stable endogenous control for a correct 
comparison with the expression of other miRNAs. Most 
published works evaluating miRNA expression have used 
small nuclear RNA (i.e. RNU6B, RNU48), however their 
properties, stability and size are different from miRNAs 
[77]. Other housekeeping genes frequently used are the 
miRNAs: let-7, miR-16, miR-423 and miR-374, among 
others, but the use of a single miRNA to normalize data 
Table 1: Fold change and adjusted p value of microRNAs differentially expressed at 0.6 Gy
miRNAs Over-expressed
miRNA Fold Change Adj P-value
miR-205-3p 225.972 0.034128
miR-1 4.084 0.009389
miR-133b 2.05 0.000251
miRNAs Under-expressed
miRNA Fold Change Adj P-value
miR-134-5p –6.3203 0.034752
miR-122-5p –34.0598 0.000107
Table 2: Fold change and adjusted p value of microRNAs differentially expressed at 12 Gy
miRNAs Over-expressed
miRNA Fold Regulation Adj P-value
miR-218-5p 5.7 0.00643
miR-449a 3.55 0.04143
miR-512-5p 3.37 0.03414
miR-1 1.4 0.04202
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may induce a systematic error [78]. To minimize data 
variation, the use of multiple miRNAs has been suggested 
together with a geometric mean to normalize them [79]. 
For this reason, our data were normalized by the geometric 
mean of 6 miRNAs (RNU6B, RNU5G, miR-423-5p, 
miR191-5p, miR-16-5p and let-7a). These miRNAs were 
analyzed using NormFinder [80] and they showed the 
lowest variation between samples (data not shown). 
In order to validate PCR-array results, we evaluated 
the expression of some target genes belonging to the most 
differentially expressed miRNAs (VEGF-A, PKCε, MMP9 
and NOD2 as targets of miR-205-3p, miR-1, miR-133b 
and miR-122-5p, respectively). These targeted mRNAs 
were chosen for their role in oncogenesis and because 
they have been previously validated in the literature, with 
the exception of VEGF-A (a miR-205-3p target). As we 
expected, targets of the overexpressed miRNAs displayed 
a significant down-regulation (Figure 6A and 6C). 
Although levels of expression of PKCε did not reach a 
significant difference, a slight decrease was evident when 
compared to the control and 12 Gy. Nevertheless, PKCε 
was validated as a target of miR-1 in cardiac ischemia (in 
mouse model) [55], therefore, it is plausible that miR-1 
could be targeting different mRNAs in colorectal cancer.
The most increased miRNA at low doses, miR-
205-3p, is expressed together with miR-205-5p mostly in 
breast, prostate and thymus cancers [81] as well as both 
miRNAs are significantly increased in non-small cell 
lung carcinoma and squamous cell carcinoma [82]. Most 
publications have focused on miR-205-5p and its dual role 
in cancer. MiR-205-5p has been reported as oncomiR in 
lung [83] and nasopharyngeal cancers [84] by targeting 
PTEN [85]. Also a role as a tumor suppressor has been 
described for miR-205-5p in prostate [86, 87], breast [88], 
melanoma [89], glioblastoma [90] and colon cancers [91] 
by targeting cMYC [92], PKCε [86], and VEGF-A [90]. 
Interestingly, in DLD-1 cells exposed to low doses of 
radiation (<1 Gy) miR-205-3p reduced proliferation and 
Figure 6: Expression levels of target mRNA in cells exposed to low and high-dose IR. mRNAs targeted by: (A) MiR-205-
3p (VEGFA), (B) miR-1 (PKCε), (C) miR-133b (MMP9) and (D) miR-1225p (NOD2), were evaluated by RTqPCR in DLD-1 cells, 48 h 
after irradiation with 0 (Control), 0.6 and 12 Gy. Expression levels were normalized to HPRT housekeeping gene. Means ± S.D of at least 
3 independent experiments are shown. Results are presented relative to control. *P < 0.05, Two-way ANOVA.
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Figure 7: miR-205-3p increases radiosensitivity at low doses of radiation. (A) DLD-1 cells were mock-transfected or transfected 
with a scrambled miR control, an anti-miR-205-3p (inhibitor) or a miR-205-3p mimic. Viability was evaluated 48 h post irradiation with 
0, 0.6 or 12 Gy, by MTS assay. Results are expressed as a percentage of mock-transfected non-irradiated cells (0 Gy). (B) Proliferation 
(mitotic index) was determined by quantifying cells with positive staining for phosphor-histone H3 in mock and mimetic transfected 
cells, 48 hours after irradiation. (C) Cell death was evaluated by trypan blue exclusion assay in mock and mimetic transfected cells, 
48 hours after irradiation. Data represent percentage of cell death in each condition. (D) Effect of miR-205-3p on apoptosis was evaluated 
by quantification of subG1 population in mock and mimetic transfected cells, 24, 48 and 72 hours after irradiation. (E) Evaluation of 
nuclear morphology of mock and mimetic transfected DLD-1 cells, 72 hours after irradiation (12 Gy). Nuclei were stained with DAPI 
(Red) and cytoplasm with α-tubulin (white). Green head arrows points to fragmented nuclei, features typical of mitotic catastrophe. Scale 
bar: 50 μm. (F) Cells with mitotic catastrophe morphology were counted in 5 different fields and normalized to the number of cells. At 
least 100 cells were evaluated per sample. Data represent the means ± S.D. of at least 3 independent experiments. *P < 0.05; **P < 0.01; 
***P < 0.001 using Two way ANOVA (A and D) or T-test (B, C and F).
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induced cell death with an important apoptotic component. 
Even when little information is available for miR-205-3p 
in the literature, with no experimental validated targets, 
in silico analysis for predicting targets of miR-205-3p 
showed that 17 out of 33 validated targets for miR-205-
5p could also be targets for miR-205-3p (DDX5, ZEB1, 
BCL2, VEGF-A, ESRRG, KCNJ10, SMAD4, ERBB3, 
AR, LRRK2, YES1, SMAD1, ACSL4, PTEN, HMGB3, 
PHLPP2, YY1) suggesting a similar function for both 
miRNAs (miRbase and TargetScan 7.1). Additionally, 
DDX3X gen (DEAD-box polypeptide 3) was the target 
with higher probability to be regulated by miR-205-3p. In 
breast cancer, DDX3X had been associated with ephitelial-
mesenchymal transition [93], while in gallbladder cancer 
promote metastasis to lymphatics nodes [94]. In HCT116 
and HT-29 colon cancer cells, inhibition of DDX3X 
reduces proliferation, presumably by involving the Wnt 
pathway [95–97].
MiR-122-5p was the most decreased miRNA in 
response to 0.6 Gy. In healthy livers, miR-122 is elevated 
and represents 70% of the total miRNA pool while it is 
diminished in liver tumors [98]. Over-expression of miR-122 
in liver cells suppresses proliferation and induces apoptosis 
[99–101]. The functions of miR-122 in colon cancer cells 
or its role in radiosensitivity have not been documented. 
However, an increase in miR-122 expression was reported 
in liver metastasis from colorectal cancer although was 
undetectable in primary tumors or in normal mucosa from 
patients [102]. This result suggests that miR-122 may act 
as an oncomiR in colorectal cancer and, therefore, may be 
down-regulated at low doses of radiation in DLD-1 cells. 
MiR-134-5p was another miRNA whose levels 
displayed a major decrease in response to 0.6 Gy. MiR-
134-5p is a brain-enriched miRNA, with an important role 
in the development and differentiation of the vertebrate 
central nervous system [103]. Overexpression of miR-
134 promotes proliferation and inhibition of apoptosis 
in lung cancer [104] as well as head and neck squamous 
cell carcinoma cells [105], while in glioblastoma [106] 
and colorectal cancer cells [107] has the opposite effect, 
promoting apoptosis and reducing proliferation. In 
addition, differential miRNA expression has also been 
reported in human B lymphoblastic [108] and peripheral 
blood mononuclear cells [47] exposed to different IR 
doses. This suggests that levels of miRNAs are IR dose-
dependent since they are a reflection of differential gene 
Figure 8: miR-205-3p overexpression increases LDHRS in DLD-1 cells. DLD-1 cells were mock-transfected or transfected 
with a mimetic miR-205-3p 24 hours before irradiation with different doses and clonogenic assay was performed. In (A) representative 
pictures of crystal violet stained colonies obtained under each condition are shown. In (B) colonies with diameters ≥200 μm (≈50 cells) 
were counted using Gen5 Software and survival fraction was calculated as in Figure 1. Results are expressed relative to the mock-
transfected group under non-irradiation conditions (0 Gy). Means ± S.D. of at least 3 independent experiments are shown. **P < 0.01; 
***P < 0.001, using two-way ANOVA.
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expression and pathway activation. The exact function of 
miR-134 in response to IR is unknown and further studies 
are necessary to determine its role as an oncomiR or tumor 
suppressor.
MiR-218-5p, a tumor suppressor miRNA, was the 
most over-expressed miRNA in response to 12 Gy. This 
miRNA is down-regulated in different cancers [109] and 
transfection with a miR-218-5p mimic inhibits migration 
and proliferation in non-small-cell lung cancer cells by 
targeting the epidermal growth factor receptor (EGFR) 
[110]. In colorectal cancer cells, miR-218-5p reduced 
migration, invasion and colony formation by targeting 
the Metastasis Associated with Colon Cancer 1 protein 
(MACC1) [111].
Interestingly, miR-1 was the only miRNA that 
significantly increased at both 0.6 and 12 Gy IR doses. 
MiR-1 is abundantly expressed in cardiac and skeletal 
muscle tissue [112] and its expression is down-regulated in 
several solid cancers: testes, colon, lung, ovary, lymphoma 
and prostate [113].
In HT-29 and HTC-116 colorectal cancer cells, 
miR-1 acts as a tumor suppressor, reducing proliferation 
and migration by targeting the c-MET oncogene 
(Hepatocyte growth factor receptor) [114], a member of 
the MAPK pathway [115]. Similarly, Xu et al. showed 
that overexpression of miR-1 in HT-29 and Caco2 cells 
suppressed aerobic glycolysis by targeting Smad3, a 
critical protein for HIF-1α signaling, causing a reduction 
in proliferation [116]. Furthermore, transfection with miR-
1 in cardiomyocytes induces apoptosis by targeting the 
anti-apoptotic protein Bcl-2 [117]. All this data suggests 
that, in DLD-1 cells, miR-1 may be inducing apoptosis in 
response to low and high-dose radiation.
Interestingly, in cells exposed to 12 Gy, miR-
205-3p displayed an augmented number of multi- and 
micronuclei, a morphological feature associated with 
mitotic catastrophe [118, 119]. This observation suggests 
that at low doses miR-205-3p induce cell death by 
apoptosis, but at high doses could augment mitotic 
catastrophe. Here, the effect of miR-205-3p was also 
evaluated in different cell lines (Supplementary Figure 
2), finding distinct effects, at different doses, in each cell 
line analyzed. Although confusing, this data reinforce the 
concept that radiation sensitivity is not driven solely by 
gene expression, but rather by a combination of distinct 
parameters, including cell type and radiation dose [120].
To date, most studies have evaluated the effect of 
different miRNAs on radiosensitivity using high doses 
of radiation (> 1 Gy), however this strategy does not 
consider the adverse effect observed in clinical protocols. 
Neglia et al. reported an increased relative risk of 0.69 
per Gy for all central nervous system tumors when a 
cohort of 5-year survivors of childhood cancer were 
exposed at doses >1 Gy/daily [121]. In vitro experiments 
showed a lineal relationship between transformation and 
radiation doses ranging from ~1 to ~4–5 Gy, while no 
transformation effect was detected below 0.1 Gy [122]. In 
this context, LDHRS appears as an opportunity to improve 
the therapeutic effect of RT while reducing the adverse 
effects. We found that miR-205-3p, the most augmented 
miRNA in response to 0.6 Gy, could significantly increase 
the radiosensitivity of DLD-1 cells, maximizing the 
LDHRS phenomenon. 
The precise mechanism that miR-205-3p uses to 
trigger apoptosis is unknown, nor are its targets in colon 
cancer cell lines. Further functional analysis will be 
necessary to elucidate the role of differentially expressed 
miRNAs in LDHRS, as well as the molecular mechanism 
involved in its expression under these ionizing radiation 
conditions. Meanwhile, the data presented here might 
contribute to strengthen efforts on building algorithms 
based on the integration of gene expression data and 
other biological and clinical parameters, aimed to predict 
the radiosensitivity and enhancing the outcome for each 
particular patient [36, 120, 123–127].
MATERIALS AND METHODS
Cell culture and viability assays 
DLD-1 human colorectal cancer cells were 
cultured in RPMI1640 (Mediatech, Herndon, VA, 
USA) supplemented with 10% heat-inactivated fetal 
bovine serum (Mediatech), penicillin G (100 U/ml), and 
streptomycin (100 µg/ml) and incubated in a 5% CO2 
humidified atmosphere at 37° C. Media was changed 
every 3 days and cells were trypsinized when they 
reached 80%–90% confluence. Cells were seeded in 96-
well plates at a density of 2 × 103 cells/well. After ionizing 
radiation, 20 µL of MTS plus 1 µL PMS (Cell Titer 96 
Aqueous, Promega, Madison, Wl, USA) were added to 
each well, followed by incubation for 3 hours at 37° C. 
The plates were mixed for 30 seconds and absorbance was 
measured at 490 nm (Cytation 3™, BioTek instruments, 
Winooski, VT, USA). Viability was also evaluated by 
mixing cells with an equal volume of 0.4% trypan blue 
solution (Logos Biosystems, Gyunggi-Do, Korea). Cells 
were counted using a LUNA™ Automated Cell Counter 
(Logos Biosystem). All assays were performed at least 
three times.
Cell irradiation
Cells were irradiated with 60Co sources at the 
Comisión Chilena de Energía Nuclear (CCHEN). For 
doses lower than 1 Gy, a Noratom 3500 at 0.15 Gy/min 
was used. For high doses, a Gammacell 220R (Nordion) 
at 20 Gy/min was used. After irradiation, cells were split 
for the following assays. 
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Caspase 3/7 and citotoxicity assay
Citotoxicity and caspase activity was measured 
using the ApoTox-Glo Triplex assay kit (Promega, 
Madison, WI, USA). Briefly, 100 µL of viability/
citotoxicity buffer was added to 2 × 103 cells on 96-well 
plates. The mixture was incubated for 30 minutes at room 
temperature, and fluorescence was determined using a 
microplate reader (Ex 485 nm/Em 520 nm) (Cytation 3™, 
BioTek instruments). After reading, 100 µL of caspase 
3/7 substrate (Z-DEVD) was added and the mixture 
was incubated for 30 minutes at room temperature, and 
luminescence was evaluated.
Indirect immunofluorescence
Two-days after irradiation, cells grown on glass 
coverslips were fixed using 4% p-formaldehyde for 10 
minutes, permeabilized with 0.25% Triton X-100 at 
room temperature and blocked with 3% BSA/PBS for 45 
minutes. Cells were incubated overnight with an anti-γ-
H2AX antibody (1:1000, Millipore, Temecula, CA, 05-
636), anti-phospho Histone H3 (Ser10, 1:1000, Millipore, 
Temecula, CA, 06-570) or anti-α-tubulin (1:5000, 
ThermoFisher Scientific, Illinois, USA, PA5-22060) 
prepared in 0.05% Triton X-100 and 1% BSA/PBS. After 
washing, cells were incubated with an anti-mouse Alexa 
Fluor-488 secondary antibody (1:500, Molecular Probes, 
A-21042) or anti-rabbit Alexa Fluor-488 secondary 
antibody (1:500, Invitrogen A-11034). Slides were 
mounted with ProLong Gold Antifade Reagent with DAPI 
(Life Technologies, NY). Cells were photographed under 
a fluorescence microscope (BX53; Olympus, Japan). For 
γ-H2AX quantification, foci were counted using a Find 
Maxima plugin and normalized by nuclei numbers using 
ImageJ software (Rasband, National Institutes of Health, 
USA). Every focus bigger than 0.1 μm (13 pixels) was 
considered as positive.
Cell cycle analysis
A day before irradiation, 2.4 × 104 cells/well on 
6-well plates were seeded. After irradiation, cells were 
collected by trypzinization at 24, 48 and 72 h, and then 
fixed with 70% ethanol at 4° C for 24 h. Cells were stained 
with a DNA staining solution (50 µg/mL of Propidium 
Iodide, Sodium citrate 1% (w/v), 1% NP-40, 10 µg/mL 
of Rnase A and PBS 1X). Cell cycle distribution was 
evaluated by fluorescence-activated cell sorter FACSCanto 
(BD) and data was analyzed using FlowJo software 
(Treestar, Inc., San Carlos, CA).
Real-time quantitative PCR
Total RNA was extracted using Trizol reagent 
(Ambion, Austin, TX). MicroRNA cDNAs were prepared 
using mIRCURY LNA Universal RT microRNA (Exiqon, 
Denmark). Expression of a subset of 86 miRNAs was 
evaluated in an array platform (Supplementary Table 1) 
using ExiLENT SYBR Green master mix (Exiqon). Data 
were normalized by the geometric mean of: RNU6B, 
RNU5G, miR-423-5p, miR191-5p, miR-16-5p and let-7a. 
For miRNA profiling, a 2-fold increase or decrease with 
adjusted P < 0.05 was considered significant. 
For validation studies, cDNAs were prepared using 
Affinity Script qPCR (Agilent Technologies, Santa Clara, 
CA, USA) and quantified using Brillant II Sybr (Agilent) 
in an Eco™ Real-time PCR System (Illumina Inc., 
San Diego, CA, USA). The target’s mRNA levels were 
normalized to HPRT levels and expressed as 2–ΔΔCt. Data 
represent at least three independent experiments and each 
sample was measured in duplicate. The specific primers 
used for qPCR are show in Supplementary Table 2. 
Western blotting
Cells were lysed in a RIPA buffer and 30 g proteins 
were loaded and separated in sodium dodecyl sulfate–
polyacrylamide electrophoresis (SDS–PAGE) gels and 
transferred onto nitrocellulose membranes (Thermo 
Scientific, Rockford, IL, USA). After blocking with 
TBS-T containing 5% BSA, membranes were incubated 
overnight at 4° C with the following antibodies: Anti 
γ-H2AX (1:1000, Millipore, Temecula, CA), phospho-P53 
(1:2000), P53 (1:2000), phospho-Chk1 (1:2000), phospho-
Chk2 (1:2000), Chk1 (1:2000) and Chk2 (1:2000) from 
Cell Signaling (Danvers, MA). Anti-β-actin (1:10.000, 
Sigma, St Louis, MO) was used as a loading contrtol. 
Transient transfection of cells with miR-205-3p 
mimic 
Cells were seeded in 6-well plates (6 × 104 cells 
per well) in 500 µL of RPMI-1640 plus supplements and 
transfected with 5 nM of a miR-205-3p mimic (purchased 
from Qiagen, Crawley, UK) using HiPerFect Transfection 
Reagent (Qiagen) according to the manufacturer’s 
protocol. miR-205-3p transfection efficiency was assessed 
by qPCR from 24 h to 72 h post-transfection and by 
transfecting a EGFP-tagged small RNA.
Prediction of mRNAs targeted by miR-205-3p
In order to predict the potential miR-205-3p´s 
targets, algorithms from miRbase (http://www.mirbase.
org) and TargetScan 7.1 (http://www.targetscan.org/
vert_71) were used. 
Clonogenic survival assay
DLD-1, HT29, MCF7 and MCF10a cells transfected 
with the mimetic miR-205-3p were seeded at a density 
of 500-1000 cells per 6-wells plate and 3 hours later, 
exposed to 0, 0.3, 0.6, 1, 6 and 12 Gy. Irradiated cells 
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were incubated for 10–14 days and then fixed with 
10% of p-formaldehyde for 10 minutes and stained with 
0.5% crystal violet for 30 minutes. Excess of dye was 
raised with PBS and the number of colonies, greater 
than 50 cells, was counted as surviving colonies, using 
the Gen5 software (supplied with the Biotek Cytation3). 
The survival fraction at each doses were calculated as 
previously described [10, 128].
Data analysis for survival assays
The surviving fraction (S) data at all doses tested, 
were fitted to linear-quadratic (LQ) and induced-repair 
(IR) model (Equation 1), using nonlinear least squares 
regression through the iterative method of Gauss-Newton 
with step halving (Python Software).
Equation 1: S D exp D D( ) { }= − −α β 2 [61, 129]
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where d is the dose of radiation used, ar, is the slope 
extrapolated from high dose response, aS is the survival 
curve slope measured at low doses, Dc is the transition 
from LDHRS to IRR response and β is a constant, as in 
the linear-quadratic equation 
Statistical analysis
Data are represented as the means ± S.D. of at least 
three independent experiments. The statistical significance 
between experimental and control groups was calculated 
using two-way ANOVA followed by Dunnet’s multiple 
comparision test. For miRNA profiling, the statistical 
significance between irradiated and control groups was 
analyzed using Student’s t test and Adjusted P-value was 
calculated using Sidak-Bonferroni post-test. Graphpad 
Prism V6.0 (GraphPad Software, San Diego, CA) was 
used to perform all analyses and graph data. A P < 0.05 
was considered significant. 
Author contributions
The experiments were conceived and designed by: 
RA, KM, RAY. The experiments were performed by: RA. 
The data was analyzed by: RA, RAY, KM, JT. Reagents/
materials/analysis tools contributed by: KM, RAY, JT, JM, 
LS. The paper was drafted by: RA, KM, RAY. Results 
were discussed and manuscript revised by: JM, LS, JT.
ACKNOWLEDGMENTS AND FUNDING
We would like to thank Dr. Jalaj Jain for his help 
on IR responsive modeling. This work was supported by 
Anillo grant ACT1115 and ACT172101, PIA Program, 
CONICYT; the Chilean doctoral fellowship 21130246 
CONICYT; Fondecyt grant 1151435, Fondecyt grant 
1160889; Fondecyt grant 1151446.
CONFLICTS OF INTEREST
There are no conflicts of interest. 
REFERENCES
 1. Prasanna A, Ahmed MM, Mohiuddin M, Coleman CN. 
Exploiting sensitization windows of opportunity in hyper 
and hypo-fractionated radiation therapy. J Thorac Dis. 2014; 
6:287–302. 
 2. Delaney G, Jacob S, Featherstone C, Barton M. The role 
of radiotherapy in cancer treatment: estimating optimal 
utilization from a review of evidence-based clinical 
guidelines. Cancer. 2005; 104:1129–37. 
 3. Durante M, Loeffler JS. Charged particles in radiation 
oncology. Nat Rev Clin Oncol. 2010; 7:37–43. 
 4. Pollack J, Holm T, Cedermark B, Altman D, Holmström 
B, Glimelius B, Mellgren A. Late adverse effects of short-
course preoperative radiotherapy in rectal cancer. Br J Surg. 
2006; 93:1519–25. 
 5. Birgisson H, Påhlman L, Gunnarsson U, Glimelius B; 
Swedish Rectal Cancer Trial Group. Adverse effects of 
preoperative radiation therapy for rectal cancer: long-term 
follow-up of the Swedish Rectal Cancer Trial. J Clin Oncol. 
2005; 23:8697–705. 
 6. Birgisson H, Påhlman L, Gunnarsson U, Glimelius B. Late 
adverse effects of radiation therapy for rectal cancer - a 
systematic overview. Acta Oncol. 2007; 46:504–16. 
 7. Birgisson H, Påhlman L, Gunnarsson U, Glimelius B. 
Occurrence of second cancers in patients treated with 
radiotherapy for rectal cancer. J Clin Oncol. 2005; 
23:6126–31. 
 8. Brenner DJ, Hlatky LR, Hahnfeldt PJ, Huang Y, Sachs 
RK. The linear-quadratic model and most other common 
radiobiological models result in similar predictions of time-
dose relationships. Radiat Res. 1998; 150:83–91. 
 9. Martin LM, Marples B, Lynch TH, Hollywood D, Marignol 
L. Exposure to low dose ionising radiation: molecular and 
clinical consequences. Cancer Lett. 2014; 349:98–106. 
10. Marples B, Joiner MC. The response of Chinese hamster 
V79 cells to low radiation doses: evidence of enhanced 
sensitivity of the whole cell population. Radiat Res. 1993; 
133:41–51. 
11. Joiner MC, Marples B, Lambin P, Short SC, Turesson I. 
Low-dose hypersensitivity: current status and possible 
mechanisms. Int J Radiat Oncol Biol Phys. 2001; 
49:379–89. 
12. Azooz FA, Hashim SK. A Logarithmic Formula to Describe 
the Relationship between the Increased Radiosensitivity at 
Low Doses and the Survival at 2 Gray. Sultan Qaboos Univ 
Med J. 2013; 13:560–66. 
Oncotarget26401www.oncotarget.com
13. Skov KA. Radioresponsiveness at low doses: hyper-
radiosensitivity and increased radioresistance in mammalian 
cells. Mutat Res. 1999; 430:241–53. 
14. Joiner MC, Lambin P, Malaise EP, Robson T, Arrand JE, 
Skov KA, Marples B. Hypersensitivity to very-low single 
radiation doses: its relationship to the adaptive response and 
induced radioresistance. Mutat Res. 1996; 358:171–83. 
15. Wouters BG, Sy AM, Skarsgard LD. Low-dose 
hypersensitivity and increased radioresistance in a panel 
of human tumor cell lines with different radiosensitivity. 
Radiat Res. 1996; 146:399–413. 
16. Fernet M, Mégnin-Chanet F, Hall J, Favaudon V. Control 
of the G2/M checkpoints after exposure to low doses of 
ionising radiation: implications for hyper-radiosensitivity. 
DNA Repair (Amst). 2010; 9:48–57. 
17. Guirado D, Aranda M, Ortiz M, Mesa JA, Zamora LI, 
Amaya E, Villalobos M, Lallena AM. Low-dose radiation 
hyper-radiosensitivity in multicellular tumour spheroids. Br 
J Radiol. 2012; 85:1398–406. 
18. Schwarz SB, Schaffer PM, Kulka U, Ertl-Wagner B, Hell 
R, Schaffer M. The effect of radio-adaptive doses on HT29 
and GM637 cells. Radiat Oncol. 2008; 3:12. 
19. Nagasawa H, Li CY, Maki CG, Imrich AC, Little JB. 
Relationship between radiation-induced G1 phase arrest 
and p53 function in human tumor cells. Cancer Res. 1995; 
55:1842–46.
20. Lambin P, Malaise EP, Joiner MC. The effect of very low 
radiation doses on the human bladder carcinoma cell line 
RT112. Radiother Oncol. 1994; 32:63–72. 
21. Singh B, Arrand JE, Joiner MC. Hypersensitive response of 
normal human lung epithelial cells at low radiation doses. 
Int J Radiat Biol. 1994; 65:457–64. 
22. Lambin P, Coco-Martin J, Legal JD, Begg AC, Parmentier 
C, Joiner MC, Malaise EP. Intrinsic radiosensitivity and 
chromosome aberration analysis using fluorescence in situ 
hybridization in cells of two human tumor cell lines. Radiat 
Res. 1994; 138:S40–43. 
23. Mothersill C, Seymour CB, Joiner MC. Relationship 
between radiation-induced low-dose hypersensitivity and 
the bystander effect. Radiat Res. 2002; 157:526–32. 
24. Yang G, Li W, Jiang H, Liang X, Zhao Y, Yu D, Zhou L, 
Wang G, Tian H, Han F, Cai L, Cui J. Low-dose radiation 
may be a novel approach to enhance the effectiveness of 
cancer therapeutics. Int J Cancer. 2016; 139:2157–68. 
25. Harney J, Short SC, Shah N, Joiner M, Saunders MI. Low 
dose hyper-radiosensitivity in metastatic tumors. Int J 
Radiat Oncol Biol Phys. 2004; 59:1190–95. 
26. Marples B, Collis SJ. Low-dose hyper-radiosensitivity: past, 
present, and future. Int J Radiat Oncol Biol Phys. 2008; 
70:1310–18. 
27. Edin NJ, Altaner Č, Altanerova V, Ebbesen P. TGF-B3 
Dependent Modification of Radiosensitivity in Reporter 
Cells Exposed to Serum from Whole-Body Low Dose-Rate 
Irradiated Mice. Dose-Response. 2015; 1:1–15. 
28. Schoenherr D, Krueger SA, Martin L, Marignol L, 
Wilson GD, Marples B. Determining if low dose hyper-
radiosensitivity (HRS) can be exploited to provide a 
therapeutic advantage: a cell line study in four glioblastoma 
multiforme (GBM) cell lines. Int J Radiat Biol. 2013; 
89:1009–16. 
29. Miciak J, Bunz F. Understanding the pluses of pulses. Cell 
Cycle. 2017; 16:1325–1325. 
30. Terashima S, Hosokawa Y, Tsuruga E, Mariya Y, Nakamura 
T. Impact of time interval and dose rate on cell survival 
following low-dose fractionated exposures. J Radiat Res. 
2017; 58:782–90. 
31. Marples B, Wouters BG, Joiner MC. An association 
between the radiation-induced arrest of G2-phase cells and 
low-dose hyper-radiosensitivity: a plausible underlying 
mechanism? Radiat Res. 2003; 160:38–45. 
32. Valentini V, Massaccesi M, Balducci M, Mantini 
G, Micciché F, Mattiucci GC, Dinapoli N, Meduri 
B, D’Agostino GR, Salvi G, Nardone L. Low-dose 
hyperradiosensitivity: is there a place for future 
investigation in clinical settings? Int J Radiat Oncol Biol 
Phys. 2010; 76:535–39. 
33. Silver NL, Arnold SM, Gleason JF Jr, Kudrimoti M, Brill 
Y, Dressler EV, Valentino J. p16INK4a Status and Response 
to Induction Low-Dose Fractionated Radiation in Advanced 
Head and Neck Cancer. Ann Otol Rhinol Laryngol. 2015; 
124:714–20. 
34. Asaithamby A, Chen DJ. Cellular responses to DNA 
double-strand breaks after low-dose gamma-irradiation. 
Nucleic Acids Res. 2009; 37:3912–23. 
35. Rothkamm K, Löbrich M. Evidence for a lack of DNA 
double-strand break repair in human cells exposed to 
very low x-ray doses. Proc Natl Acad Sci U S A. 2003; 
100:5057–62. 
36. Torres-Roca JF. A molecular assay of tumor radiosensitivity: 
a roadmap towards biology-based personalized radiation 
therapy. Per Med. 2012; 9:547–57. 
37. Jonas S, Izaurralde E. Towards a molecular understanding 
of microRNA-mediated gene silencing. Nat Rev Genet. 
2015; 16:421–33. 
38. Wang Y, Taniguchi T. MicroRNAs and DNA damage 
response: implications for cancer therapy. Cell Cycle. 2013; 
12:32–42. 
39. Ahmed FE, Vos PW, Jeffries C, Wiley JE, Weidner DA, 
Mota H, Bonnerup C, Sibata C, Allison RR. Differences 
in mRNA and microRNA microarray expression profiles 
in human colon adenocarcinoma HT-29 cells treated with 
either Intensity-modulated Radiation Therapy (IMRT), or 
Conventional Radiation Therapy (RT). Cancer Genomics 
Proteomics. 2009; 6:109–27.
40. Kim SB, Zhang L, Barron S, Shay JW. Inhibition of 
microRNA-31-5p protects human colonic epithelial cells 
against ionizing radiation. Life Sci Space Res (Amst). 2014; 
1:67–73. 
Oncotarget26402www.oncotarget.com
41. Yang XD, Xu XH, Zhang SY, Wu Y, Xing CG, Ru G, Xu 
HT, Cao JP. Role of miR-100 in the radioresistance of 
colorectal cancer cells. Am J Cancer Res. 2015; 5:545–59.
42. Zhang Y, Yu J, Liu H, Ma W, Yan L, Wang J, Li G. Novel 
Epigenetic CREB-miR-630 Signaling Axis Regulates 
Radiosensitivity in Colorectal Cancer. PLoS One. 2015; 
10:e0133870–12.
43. Zhang Y, Zheng L, Huang J, Gao F, Lin X, He L, Li D, 
Li Z, Ding Y, Chen L. MiR-124 Radiosensitizes human 
colorectal cancer cells by targeting PRRX1. PLoS One. 
2014; 9:e93917. 
44. Ma W, Yu J, Qi X, Liang L, Zhang Y, Ding Y, Lin X, Li 
G, Ding Y. Radiation-induced microRNA-622 causes 
radioresistance in colorectal cancer cells by down-
regulating Rb. Oncotarget. 2015; 6:15984–94. https://doi.
org/10.18632/oncotarget.3762.
45. Xue Q, Sun K, Deng HJ, Lei ST, Dong JQ, Li GX. Anti-
miRNA-221 sensitizes human colorectal carcinoma cells 
to radiation by upregulating PTEN. World J Gastroenterol. 
2013; 19:9307–17. 
46. Lee ES, Won YJ, Kim BC, Park D, Bae JH, Park SJ, Noh 
SJ, Kang YR, Choi SH, Yoon JH, Heo K, Yang K, Son TG. 
Low-dose irradiation promotes Rad51 expression by down-
regulating miR-193b-3p in hepatocytes. Sci Rep. 2016; 
6:25723. 
47. Lee KF, Chen YC, Hsu PW, Liu IY, Wu LS. MicroRNA 
expression profiling altered by variant dosage of radiation 
exposure. Biomed Res Int. 2014; 2014:456323. 
48. Simone NL, Soule BP, Ly D, Saleh AD, Savage JE, 
DeGraff W, Cook J, Harris CC, Gius D, Mitchell JB. 
Ionizing Radiation-Induced Oxidative Stress Alters miRNA 
Expression. PLoS One. 2009; 4:e6377.
49. Stankevicins L, Almeida da Silva AP, Ventura Dos Passos 
F, Dos Santos Ferreira E, Menks Ribeiro MC, G David M, J 
Pires E, Ferreira-Machado SC, Vassetzky Y, de Almeida CE, 
de Moura Gallo CV. MiR-34a is up-regulated in response to 
low dose, low energy X-ray induced DNA damage in breast 
cells. Radiat Oncol. 2013; 8:231. 
50. Zhu Y, Yu X, Fu H, Wang H, Wang P, Zheng X, Wang Y. 
MicroRNA-21 is involved in ionizing radiation-promoted 
liver carcinogenesis. Int J Clin Exp Med. 2010; 3:211–22.
51. Wouters BG, Skarsgard LD. Low-dose radiation sensitivity 
and induced radioresistance to cell killing in HT-29 cells 
is distinct from the “adaptive response” and cannot be 
explained by a subpopulation of sensitive cells. Radiat Res. 
1997; 148:435–42. 
52. Brenner DJ. The linear-quadratic model is an appropriate 
methodology for determining isoeffective doses at large 
doses per fraction. Semin Radiat Oncol. 2008; 18:234–39. 
53. Rothkamm K, Krüger I, Thompson LH, Löbrich M. 
Pathways of DNA double-strand break repair during the 
mammalian cell cycle. Mol Cell Biol. 2003; 23:5706–15. 
54. Bradley MO, Kohn KW. X-ray induced DNA double 
strand break production and repair in mammalian cells as 
measured by neutral filter elution. Nucleic Acids Res. 1979; 
7:793–804. 
55. Pan Z, Sun X, Ren J, Li X, Gao X, Lu C, Zhang Y, Sun 
H, Wang Y, Wang H, Wang J, Xie L, Lu Y, Yang B. miR-1 
Exacerbates Cardiac Ischemia-Reperfusion Injury in Mouse 
Models. PLoS One. 2012; 7:e50515-e50519. 
56. Wu D, Pan H, Zhou Y, Zhou J, Fan Y, Qu P. 
microRNA-133b downregulation and inhibition of cell 
proliferation, migration and invasion by targeting matrix 
metallopeptidase-9 in renal cell carcinoma. Mol Med Rep. 
2014; 9:2491–98. 
57. Chen Y, Wang C, Liu Y, Tang L, Zheng M, Xu C, Song 
J, Meng X. miR-122 targets NOD2 to decrease intestinal 
epithelial cell injury in Crohn’s disease. Biochem Biophys 
Res Commun. 2013; 438:133–39. 
58. Pan HY, Haffty BG, Falit BP, Buchholz TA, Wilson LD, 
Hahn SM, Smith BD. Supply and Demand for Radiation 
Oncology in the United States: updated Projections for 2015 
to 2025. Int J Radiat Oncol Biol Phys. 2016; 96:493–500. 
59. Guren MG, Dueland S, Skovlund E, Fosså SD, Poulsen 
JP, Tveit KM. Quality of life during radiotherapy for rectal 
cancer. Eur J Cancer. 2003; 39:587–94. 
60. Short SC, Woodcock M, Marples B, Joiner MC. Effects of 
cell cycle phase on low-dose hyper-radiosensitivity. Int J 
Radiat Biol. 2003; 79:99–105. 
61. Kirkpatrick JP, Meyer JJ, Marks LB. The linear-quadratic 
model is inappropriate to model high dose per fraction 
effects in radiosurgery. Semin Radiat Oncol. 2008; 
18:240–43. 
62. Roos WP, Kaina B. DNA damage-induced cell death: from 
specific DNA lesions to the DNA damage response and 
apoptosis. Cancer Lett. 2013; 332:237–48. 
63. Balcer-Kubiczek EK. Apoptosis in radiation therapy: a 
double-edged sword. Exp Oncol. 2012; 34:277–85.
64. Bruheim K, Guren MG, Skovlund E, Hjermstad MJ, Dahl 
O, Frykholm G, Carlsen E, Tveit KM. Late side effects 
and quality of life after radiotherapy for rectal cancer. Int J 
Radiat Oncol Biol Phys. 2010; 76:1005–11. 
65. Schettino G, Folkard M, Prise KM, Vojnovic B, Bowey AG, 
Michael BD. Low-dose hypersensitivity in Chinese hamster 
V79 cells targeted with counted protons using a charged-
particle microbeam. Radiat Res. 2001; 156:526–34. 
66. Löbrich M, Shibata A, Beucher A, Fisher A, Ensminger 
M, Goodarzi AA, Barton O, Jeggo PA. gammaH2AX foci 
analysis for monitoring DNA double-strand break repair: 
strengths, limitations and optimization. Cell Cycle. 2010; 
9:662–69. 
67. Jeggo PA, Geuting V, Löbrich M. The role of homologous 
recombination in radiation-induced double-strand break 
repair. Radiother Oncol. 2011; 101:7–12. 
68. Jain J, Moreno J, Andaur R, Armisen R, Morales D, 
Marcelain K, Avaria G, Bora B, Davis S, Pavez C, Soto L. 
Hundred joules plasma focus device as a potential pulsed 
Oncotarget26403www.oncotarget.com
source for in vitro cancer cell irradiation. AIP Adv. 2017; 
7:085121–27. 
69. Yakes FM, Van Houten B. Mitochondrial DNA damage 
is more extensive and persists longer than nuclear DNA 
damage in human cells following oxidative stress. Proc Natl 
Acad Sci U S A. 1997; 94:514–19. 
70. Leach JK, Van Tuyle G, Lin PS, Schmidt-Ullrich R, 
Mikkelsen RB. Ionizing radiation-induced, mitochondria-
dependent generation of reactive oxygen/nitrogen. Cancer 
Res. 2001; 61:3894–901.
71. Chien L, Chen WK, Liu ST, Chang CR, Kao MC, Chen 
KW, Chiu SC, Hsu ML, Hsiang IC, Chen YJ, Chen L. Low-
dose ionizing radiation induces mitochondrial fusion and 
increases expression of mitochondrial complexes I and III 
in hippocampal neurons. Oncotarget. 2015; 6:30628–39. 
https://doi.org/10.18632/oncotarget.5790.
72. Kobashigawa S, Suzuki K, Yamashita S. Ionizing radiation 
accelerates Drp1-dependent mitochondrial fission, which 
involves delayed mitochondrial reactive oxygen species 
production in normal human fibroblast-like cells. Biochem 
Biophys Res Commun. 2011; 414:795–800. 
73. Lee YJ, Jeong SY, Karbowski M, Smith CL, Youle RJ. 
Roles of the mammalian mitochondrial fission and fusion 
mediators Fis1, Drp1, and Opa1 in apoptosis. Mol Biol Cell. 
2004; 15:5001–11. 
74. Wagner-Ecker M, Schwager C, Wirkner U, Abdollahi A, 
Huber PE. MicroRNA expression after ionizing radiation 
in human endothelial cells. Radiat Oncol. 2010; 5:25. 
75. Cha HJ, Seong KM, Bae S, Jung JH, Kim CS, Yang KH, Jin 
YW, An S. Identification of specific microRNAs responding 
to low and high dose gamma-irradiation in the human 
lymphoblast line IM9. Oncol Rep. 2009; 22:863–68. 
76. Ding LH, Shingyoji M, Chen F, Hwang JJ, Burma S, Lee 
C, Cheng JF, Chen DJ. Gene expression profiles of normal 
human fibroblasts after exposure to ionizing radiation: a 
comparative study of low and high doses. Radiat Res. 2005; 
164:17–26. 
77. Rice J, Roberts H, Rai SN, Galandiuk S. Housekeeping 
genes for studies of plasma microRNA: A need for more 
precise standardization. Surgery. 2015; 158:1345–51. 
78. Peltier HJ, Latham GJ. Normalization of microRNA 
expression levels in quantitative RT-PCR assays: 
identification of suitable reference RNA targets in normal 
and cancerous human solid tissues. RNA. 2008; 14:844–52. 
79. Vandesompele J, De Preter K, Pattyn F, Poppe B, Van Roy 
N, De Paepe A, Speleman F. Accurate normalization of 
real-time quantitative RT-PCR data by geometric averaging 
of multiple internal control genes. Genome Biol. 2002; 
3:RESEARCH0034.
80. Andersen CL, Jensen JL, Ørntoft TF. Normalization of real-
time quantitative reverse transcription-PCR data: a model-
based variance estimation approach to identify genes suited 
for normalization, applied to bladder and colon cancer data 
sets. Cancer Res. 2004; 64:5245–50. 
81. Vosgha H, Salajegheh A, Smith RA, Lam AK. The 
important roles of miR-205 in normal physiology, cancers 
and as a potential therapeutic target. Curr Cancer Drug 
Targets. 2014; 14:621–37. 
82. Jiang M, Zhang P, Hu G, Xiao Z, Xu F, Zhong T, Huang F, 
Kuang H, Zhang W. Relative expressions of miR-205-5p, 
miR-205-3p, and miR-21 in tissues and serum of non-
small cell lung cancer patients. Mol Cell Biochem. 2013; 
383:67–75. 
83. Cai J, Fang L, Huang Y, Li R, Yuan J, Yang Y, Zhu X, Chen 
B, Wu J, Li M. miR-205 targets PTEN and PHLPP2 to 
augment AKT signaling and drive malignant phenotypes in 
non-small cell lung cancer. Cancer Res. 2013; 73:5402–15. 
84. Qu C, Liang Z, Huang J, Zhao R, Su C, Wang S, Wang 
X, Zhang R, Lee MH, Yang H. MiR-205 determines the 
radioresistance of human nasopharyngeal carcinoma by 
directly targeting PTEN. Cell Cycle. 2012; 11:785–96. 
85. Bai J, Zhu X, Ma J, Wang W. miR-205 regulates A549 cells 
proliferation by targeting PTEN. Int J Clin Exp Pathol. 
2015; 8:1175–83.
86. Gandellini P, Folini M, Longoni N, Pennati M, Binda M, 
Colecchia M, Salvioni R, Supino R, Moretti R, Limonta 
P, Valdagni R, Daidone MG, Zaffaroni N. miR-205 Exerts 
tumor-suppressive functions in human prostate through 
down-regulation of protein kinase Cepsilon. Cancer Res. 
2009; 69:2287–95. 
87. Majid S, Dar AA, Saini S, Yamamura S, Hirata H, Tanaka Y, 
Deng G, Dahiya R. MicroRNA-205-directed transcriptional 
activation of tumor suppressor genes in prostate cancer. 
Cancer. 2010; 116:5637–49. 
88. Wu H, Zhu S, Mo YY. Suppression of cell growth and 
invasion by miR-205 in breast cancer. Cell Res. 2009; 
19:439–48. 
89. Xu Y, Brenn T, Brown ER, Doherty V, Melton DW. 
Differential expression of microRNAs during melanoma 
progression: miR-200c, miR-205 and miR-211 are 
downregulated in melanoma and act as tumour suppressors. 
Br J Cancer. 2012; 106:553–61. 
90. Yue X, Wang P, Xu J, Zhu Y, Sun G, Pang Q, Tao R. 
MicroRNA-205 functions as a tumor suppressor in human 
glioblastoma cells by targeting VEGF-A. Oncol Rep. 2012; 
27:1200–06. 
91. Li P, Xue WJ, Feng Y, Mao QS. MicroRNA-205 functions 
as a tumor suppressor in colorectal cancer by targeting 
cAMP responsive element binding protein 1 (CREB1). Am 
J Transl Res. 2015; 7:2053–59.
92. Yin WZ, Li F, Zhang L, Ren XP, Zhang N, Wen JF. Down-
regulation of microRNA-205 promotes gastric cancer 
cell proliferation. Eur Rev Med Pharmacol Sci. 2014; 
18:1027–32.
Oncotarget26404www.oncotarget.com
 93. Botlagunta M, Vesuna F, Mironchik Y, Raman A, Lisok 
A, Winnard P Jr, Mukadam S, Van Diest P, Chen JH, 
Farabaugh P, Patel AH, Raman V. Oncogenic role of DDX3 
in breast cancer biogenesis. Oncogene. 2008; 27:3912–22. 
 94. Miao X, Yang ZL, Xiong L, Zou Q, Yuan Y, Li J, Liang 
L, Chen M, Chen S. Nectin-2 and DDX3 are biomarkers 
for metastasis and poor prognosis of squamous cell/
adenosquamous carcinomas and adenocarcinoma of 
gallbladder. Int J Clin Exp Pathol. 2013; 6:179–90.
 95. Heerma van Voss MR, Vesuna F, Trumpi K, Brilliant 
J, Berlinicke C, de Leng W, Kranenburg O, Offerhaus 
GJ, Bürger H, van der Wall E, van Diest PJ, Raman V. 
Identification of the DEAD box RNA helicase DDX3 as 
a therapeutic target in colorectal cancer. Oncotarget. 2015; 
6:28312–26. https://doi.org/10.18632/oncotarget.4873.
 96. Shnyrova AV, Bashkirov PV, Akimov SA, Pucadyil TJ, 
Zimmerberg J, Schmid SL, Frolov VA. Geometric catalysis 
of membrane fission driven by flexible dynamin rings. 
Science. 2013; 339:1433–36. 
 97. Chen HH, Yu HI, Cho WC, Tarn WY. DDX3 modulates 
cell adhesion and motility and cancer cell metastasis via 
Rac1-mediated signaling pathway. Oncogene. 2015; 
34:2790–800. 
 98. Jopling C. Liver-specific microRNA-122: biogenesis and 
function. RNA Biol. 2012; 9:137–42. 
 99. Nassirpour R, Mehta PP, Yin MJ. miR-122 Regulates 
Tumorigenesis in Hepatocellular Carcinoma by Targeting 
AKT3. PLoS One. 2013; 8:e79655–10. 
100. Tsai WC, Hsu SD, Hsu CS, Lai TC, Chen SJ, Shen R, 
Huang Y, Chen HC, Lee CH, Tsai TF, Hsu MT, Wu JC, 
Huang HD, et al. MicroRNA-122 plays a critical role in 
liver homeostasis and hepatocarcinogenesis. J Clin Invest. 
2012; 122:2884–97. 
101. Lin CJ, Gong HY, Tseng HC, Wang WL, Wu JL. miR-
122 targets an anti-apoptotic gene, Bcl-w, in human 
hepatocellular carcinoma cell lines. Biochem Biophys Res 
Commun. 2008; 375:315–20. 
102. Iino I, Kikuchi H, Miyazaki S, Hiramatsu Y, Ohta M, 
Kamiya K, Kusama Y, Baba S, Setou M, Konno H. 
Effect of miR-122 and its target gene cationic amino acid 
transporter 1 on colorectal liver metastasis. Cancer Sci. 
2013; 104:624–30. 
103. Gaughwin P, Ciesla M, Yang H, Lim B, Brundin P. Stage-
specific modulation of cortical neuronal development by 
Mmu-miR-134. Cereb Cortex. 2011; 21:1857–69. 
104. Zhang X, Wang H, Zhang S, Song J, Zhang Y, Wei X, Feng 
Z. MiR-134 functions as a regulator of cell proliferation, 
apoptosis, and migration involving lung septation. In Vitro 
Cell Dev Biol Anim. 2012; 48:131–136. 
105. Liu CJ, Shen WG, Peng SY, Cheng HW, Kao SY, Lin SC, 
Chang KW. miR-134 induces oncogenicity and metastasis 
in head and neck carcinoma through targeting WWOX 
gene. Int J Cancer. 2014; 134:811–21. 
106. Niu CS, Yang Y, Cheng CD. MiR-134 regulates the 
proliferation and invasion of glioblastoma cells by reducing 
Nanog expression. Int J Oncol. 2013; 42:1533–40. 
107. El-Daly SM, Abba ML, Patil N, Allgayer H. miRs-134 and 
-370 function as tumor suppressors in colorectal cancer by 
independently suppressing EGFR and PI3K signalling. Sci 
Rep. 2016; 6:24720. 
108. Cha HJ, Shin S, Yoo H, Lee EM, Bae S, Yang KH, Lee SJ, 
Park IC, Jin YW, An S. Identification of ionizing radiation-
responsive microRNAs in the IM9 human B lymphoblastic 
cell line. Int J Oncol. 2009; 34:1661–68. 
109. Mudduluru G, Abba M, Batliner J, Patil N, Scharp M, 
Lunavat TR, Leupold JH, Oleksiuk O, Juraeva D, Thiele 
W, Rothley M, Benner A, Ben-Neriah Y, et al. A Systematic 
Approach to Defining the microRNA Landscape in 
Metastasis. Cancer Res. 2015; 75:3010–19. 
110. Zhu K, Ding H, Wang W, Liao Z, Fu Z, Hong Y, Zhou 
Y, Zhang CY, Chen X. Tumor-suppressive miR-218-5p 
inhibits cancer cell proliferation and migration via EGFR in 
non-small cell lung cancer. Oncotarget. 2016; 7:28075–85. 
https://doi.org/10.18632/oncotarget.8576.
111. Ilm K, Fuchs S, Mudduluru G, Stein U. MACC1 is post-
transcriptionally regulated by miR-218 in colorectal cancer. 
Oncotarget. 2016; 7:53443–58. https://doi.org/10.18632/
oncotarget.10803.
112. Lagos-Quintana M, Rauhut R, Yalcin A, Meyer J, Lendeckel 
W, Tuschl T. Identification of tissue-specific microRNAs 
from mouse. Curr Biol. 2002; 12:735–39. 
113. Navon R, Wang H, Steinfeld I, Tsalenko A, Ben-Dor A, 
Yakhini Z. Novel Rank-Based Statistical Methods Reveal 
MicroRNAs with Differential Expression in Multiple 
Cancer Types. PLoS One. 2009; 4:e8003.
114. Reid JF, Sokolova V, Zoni E, Lampis A, Pizzamiglio S, 
Bertan C, Zanutto S, Perrone F, Camerini T, Gallino G, 
Verderio P, Leo E, Pilotti S, et al. miRNA profiling in 
colorectal cancer highlights miR-1 involvement in MET-
dependent proliferation. Mol Cancer Res. 2012; 10:504–15. 
115. Zeng Z, Weiser MR, D’Alessio M, Grace A, Shia J, 
Paty PB. Immunoblot analysis of c-Met expression in 
human colorectal cancer: overexpression is associated 
with advanced stage cancer. Clin Exp Metastasis. 2004; 
21:409–17. 
116. Xu W, Zhang Z, Zou K, Cheng Y, Yang M, Chen H, Wang 
H, Zhao J, Chen P, He L, Chen X, Geng L, Gong S. MiR-1 
suppresses tumor cell proliferation in colorectal cancer by 
inhibition of Smad3-mediated tumor glycolysis. Cell Death 
Dis. 2017; 8:e2761. 
117. Tang Y, Zheng J, Sun Y, Wu Z, Liu Z, Huang G. 
MicroRNA-1 regulates cardiomyocyte apoptosis by 
targeting Bcl-2. Int Heart J. 2009; 50:377–87. 
118. Castedo M, Perfettini JL, Roumier T, Andreau K, Medema 
R, Kroemer G. Cell death by mitotic catastrophe: a 
molecular definition. Oncogene. 2004; 23:2825–37. 
Oncotarget26405www.oncotarget.com
119. Vakifahmetoglu H, Olsson M, Zhivotovsky B. Death 
through a tragedy: mitotic catastrophe. Cell Death Differ. 
2008; 15:1153–62. 
120. Kamath VP, Torres-Roca JF, Eschrich SA. Integrating 
Biological Covariates into Gene Expression-Based 
Predictors of Radiation Sensitivity. Int J Genomics. 2017; 
2017:6576840. 
121. Neglia JP, Robison LL, Stovall M, Liu Y, Packer RJ, 
Hammond S, Yasui Y, Kasper CE, Mertens AC, Donaldson 
SS, Meadows AT, Inskip PD. New primary neoplasms of the 
central nervous system in survivors of childhood cancer: a 
report from the Childhood Cancer Survivor Study. J Natl 
Cancer Inst. 2006; 98:1528–37. 
122. Suit H, Goldberg S, Niemierko A, Ancukiewicz M, Hall E, 
Goitein M, Wong W, Paganetti H. Secondary carcinogenesis 
in patients treated with radiation: a review of data on 
radiation-induced cancers in human, non-human primate, 
canine and rodent subjects. Radiat Res. 2007; 167:12–42. 
123. Eschrich SA, Pramana J, Zhang H, Zhao H, Boulware D, 
Lee JH, Bloom G, Rocha-Lima C, Kelley S, Calvin DP, 
Yeatman TJ, Begg AC, Torres-Roca JF. A gene expression 
model of intrinsic tumor radiosensitivity: prediction of 
response and prognosis after chemoradiation. Int J Radiat 
Oncol Biol Phys. 2009; 75:489–96. 
124. Wang WA, Lai LC, Tsai MH, Lu TP, Chuang EY. 
Development of a prediction model for radiosensitivity 
using the expression values of genes and long non-coding 
RNAs. Oncotarget. 2016; 7:26739–50. https://doi.
org/10.18632/oncotarget.8496.
125. El Naqa I, Kerns SL, Coates J, Luo Y, Speers C, West 
CM, Rosenstein BS, Ten Haken RK. Radiogenomics and 
radiotherapy response modeling. Phys Med Biol. 2017; 
62:R179–206. 
126. Ahmed KA, Chinnaiyan P, Fulp WJ, Eschrich S, Torres-
Roca JF, Caudell JJ. The radiosensitivity index predicts 
for overall survival in glioblastoma. Oncotarget. 2015; 
6:34414–22. https://doi.org/10.18632/oncotarget.5437.
127. Hall JS, Iype R, Senra J, Taylor J, Armenoult L, Oguejiofor 
K, Li Y, Stratford I, Stern PL, O’Connor MJ, Miller CJ, 
West CM. Investigation of Radiosensitivity Gene Signatures 
in Cancer Cell Lines. PLoS One. 2014; 9:e86329.
128. Franken NA, Rodermond HM, Stap J, Haveman J, van Bree 
C. Clonogenic assay of cells in vitro. Nat Protoc. 2006; 
1:2315–19. 
129. Barendsen GW. LET Dependence of Linear and Quadratic 
Terms in Dose-Response Relationships for Cellular 
Damage: Correlations with the Dimensions and Structures 
of Biological Targets. Radiat Prot Dosimetry. 1990; 
31:235–39. 
